of the human GFAP gene (GenBank accession no. J04569) was aligned to the mouse GFAP gene (GenBank accession no. X02801). Well-conserved sequence regions corresponding to exon 5 and exon 6 of the mouse GFAP gene were selected for PCR primers designed using the program PRIMER version 0.5 (Lincoln et al., 1991) . The forward primer was 5′-TTG CAG TCC TTG ACC TGC G-3′ and the reverse primer was 5′-GTA GGT GGC GAT CTC GAT G-3′. The primers were used to amplify 412 bp of the porcine GFAP gene from genomic DNA. The 234-bp predicted exonic regions (including the primer sequences above) of the pig sequence showed 93.5% identity at the nucleotide level with the human GFAP cDNA (GenBank accession no. J04569). The 412-bp pig sequence reported in this paper has been submitted to GenBank (accession no. AF250778).
Method of Detection.
The PCR products were obtained in a 25-L reaction volume of 1 × PCR buffer (Promega, Madison, WI), consisting of 100 ng of porcine genomic DNA, 10 pmol of each primer, 100 M of each dNTP, 1.5 mM MgCl 2 , and 2.0 Units Taq DNA Polymerase (Promega). The PCR profile included 3 min at 94°C followed by 35 cycles of 30 s at 94°C, 45 s at 60°C, 1 min at 72°C, and a final extension of 5 min at 72°C in a Mastercycler gradient (Eppendorf Limited, Germany). Porcine-specific PCR fragments were separated by electrophoresis on a 2.0% agarose gel in 1 × TAE buffer and stained with 0.5 g/mL ethidium bromide.
Chromosomal Localization. The pig/rodent somatic cell hybrid panel was used for regional assignment of GFAP on the pig chromosome (Yerle et al., 1996) . The panel consists of 19 pig/Chinese hamster somatic cell hybrids (numbers 1 to 19) and eight pig/mouse somatic cell hy- 2754 brids (numbers 20 to 27). Hamster, mouse, and pig DNA were used as controls. The PCR reaction was performed in a volume of 25 L with 20 ng of template DNA. The PCR products were run on an 8% polyacrylamide gel and visualized by silver staining. The GFAP PCR product size in pigs and mice is 412 and 442 bp, respectively. Statistical analyses were performed by using software available on the INRA-World Wide Web server (URLhttp://www.toulouse.inra.fr/lgc/lgc.htm). The observed amplification products in clones 16, 21, 22, 23, 24, 25, 26 , and 27 of the somatic cell hybrid panel enabled us to localize the GFAP gene to SSC12p11-(2/3) p13 (probability of regional localization 0.89, error risk < 0.1%).
Comments. The glial fibrillary acidic protein is an intermediate-filament protein found abundantly, and almost exclusively, in astrocytes, one of the major types of glial cells. In human adults, levels of GFAP increase as a result of the proliferation of astrocytes (reactive gliosis) that occurs in response to a variety of physical, chemical, and etiological insults, including Alzheimer's disease, epilepsy, and multiple sclerosis (Besnard et al., 1991) . Localization of GFAP to SSC12p11-(2/3) p13 is in agreement with the location of human GFAP to HSA17q21 (GenBank accession no. J04569) and murine GFAP to MMU11. This confirms the heterologous chromosome painting data (Rettenberger et al., 1995) and allows for the identification of chromosome regions conserved through evolution.
